y 7 y 6 y 5 y 4 y 3 y 2 y 1 Marker ion at m/z 126.1 for acetyllysine identification. The spectrum obtained from (A) a 4000 QTRAP® system shows a similar fragmentation pattern with that from (B) QSTAR Elite® system, which validates the MRM experiment design. Peaks labeled in red refer to the fragment ions detected in both spectra.
Supplemental Figure S5 . (A) Schematic illustration of acetyllysine quantitation using MRM approach. MRM transitions for both acetylated and six non-acetylated peptides were measured in each MRM analysis. Peak areas were calculated by Multiquant®. The 23Q/148Q ratio for each peptide was calculated. An average of the non-acetylated peptides ratios was taken to normalize the 23Q/148Q K178 acetylation ratio. (B) Plot of 23Q/148Q ratio of non-acetylated Htt peptides for six pair of biological replicates. Six non-acetylated, proteotypic tryptic peptides were monitored to assess the relative level of total Htt in each sample. Peak areas were calculated using Multiquant®. The 23Q/148Q Htt ratio for each peptide was calculated. An average of the individual ratios and standard deviation were plotted. 
